Results obtained through 16S rRNA gene sequencing and phenotypic testing of eight related, but unidentified, isolates located in a historical collection at the Centers for Disease Control and Prevention suggested that these isolates belong to a novel genera of bacteria. The genomes of the bacteria, to be named Oblitimonas alkaphilia gen. nov. sp. nov., were sequenced using Illumina technology. Closed genomes were produced for all eight isolates.
he Special Bacteriology Reference Laboratory (SBRL) of the Bacterial Special Pathogens Branch at the Centers for Disease Control and Prevention maintains a historical clinical isolate collection of specimens that have been received by the lab since its inception in 1951. Recent efforts to further examine unidentified isolates in the collection revealed eight unidentified isolates, received between 1969 and 1979, that share morphological and biochemical traits. Conventional diagnostics such as 16S rDNA sequencing and analysis via Vitek II systems placed the isolates within the Pseudomonadaceae family, however, biochemical data distinguished it from any previously published species. Wholegenome sequencing confirmed that the isolates belong to a novel genus and species, for which the name Oblitimonas alkaliphila gen. nov. sp. nov. will be proposed.
The strains (B4199 T , C6819, C6918, D2241, D3318, E1086, E1148, and E5571) were taken from frozen defibrinated rabbit blood (Hemostat) and grown on heart infusion agar (HIA) with 5% rabbit blood in a candle jar placed in 35°C for 24 h. Isolated colonies were sub-cultured onto HIA with 5% rabbit blood plates. Genomic DNA was isolated via phenolchloroform-CTAB extraction (1). 2 ϫ 250 paired-end sequencing libraries, with an average insert size of 500 bp, were generated following the manufacturer's recommendations for the SPRIworks HT fragment library kit (Beckman Coulter, Inc., Brea, CA), labeled with indices from a TrueSeq DNA sample prep kit, and sequenced on an Illumina MiSeq instrument (Illumina, Inc., San Diego, CA).
All sequence reads were analyzed using FastQC v0.10.1. Reads were trimmed based on quality (q ϭ 25) using Trim Galore v0.3.7; any reads of length less than 80 nt were discarded. Using CLC Genomics Workbench v7.5, remaining adaptor sequences and reads of the PhiX174 reference were discarded. De novo assemblies (K ϭ 21, 35, 55, and 64) were carried out using the De Bruijn graphing utility in CLC Genomics Workbench. All assemblies were analyzed via QUAST v2.3. The best assembly for each isolate was determined by N 50 length and number of contigs. All assemblies yielded fewer than 30 contigs (Table 1) . Each isolate had approximately 300-fold read coverage. Contigs that had low coverage (Յ10) were discarded, as were contigs of lengths less than 5000 bp. An optical map was generated for each isolate using the ARGUS whole genome optical mapping system from OpGen (Gaithersburg, Maryland). The optical map assemblies, generated (Table 1) . Then, the contigs generated by Illumina sequencing were converted to in silico optical maps using the BamHI enzyme, mapped to the isolate-specific OpGen optical map, and ordered in MapSolver. Contigs were ordered based on cutpatterns, and read extension allowed them to be joined manually into single closed-genome contigs (Table 1) . Nucleotide sequence accession numbers. GenBank accession numbers for each genome are listed in Table 1 . The versions described in this paper are the first versions.
